River confluences are a hub of biodiversity with limited information with respect to the structure and the 39 functions of the microbial communities. The 'River Ganges' is the national river of India, having manifold 40 significance such as social, mythological, historic, geographic and agro-economic. It forms a sacred confluence 41 (known as Triveni Sangam) with River Yamuna at Prayagraj, India. Recent reports indicated the presence of fecal 42 coliform bacteria, an indicator recognized for water contamination in Ganges River leading to pollution. However,
from each sampling site in the month of December 2017 (Fig.1) . The samples were stored in ice and transported to 113 the laboratory at 4°C for further microbiological analysis. Sediment samples from each location were pooled as 1 114 gram (gm.) from left + 1gm from middle + 1gm from right bank respectively, so as to encompass the total diversity 115 (S1 Table) . The total DNA was extracted using RNeasy PowerSoil Total RNA Isolation Kit (Qiagen, Germany) and showed a relative increase in the fungal diversity for G15S indicating an increase in both the richness and the 159 evenness of the myco-community at these locations as compared to the others. Another parametric statistical t-
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Test/ANOVA was applied to the sample groups based on the confluence, which showed significant difference in 161 the fungal diversity of the sampling groups with a p-value of 0.46436, and F-value of 1.1187 ( Fig. 2A ). Beta 6 diversity was calculated using PERMANOVA statistical test in MicrobiomeAnalyst using Bray-Curtis as the 163 distance matrix. Analysis revealed significant differences between the groups with a p value <0.455, F value of 164 1.0137 and R-square value of 0.5034. From the analysis it was observed that the diversity of the confluence (G15S)
165
and Yamuna river sample (G15Y) appeared to be similar. On the contrary, the diversity of samples in the 166 immediate and farther downstream of confluence appeared to less diverse as compared to the confluence sample 167 (G15S), while the G14US sample appeared to be most diverse in terms of fungal diversity (Fig. 2B) . 14.94%, 15.91%, 14.14%, 12.97% and 14.12% corresponding to G14DS, G15US, G15Y, G15S, G15DS, G16US 181 and G16DS respectively ( Fig. 3A) . Phylum Basidiomycota accounted for 2-4% in all the samples. However,
182
Chytridomycota appeared to be absent in G15US, G16US and G16DS. In light of this, we further classified the 183 fungal phyla so as to gain insights into the mycodiversity. At the family level, a higher relative abundance of family 184 Trichomaceae (16-19%), Saccharomycetaceae (11-13%), Nectriaceae (5-7%) and Debaryomycetaceae (4-8%) 185 dominated all the samples (Fig. 3B ). Likewise, at the genus level, Kluyveromyces (13-20%), Debaryomyces (8-186 14%), Giberella (5-13%) and Clavispora (4-10%) were observed to be dominant at all the sampling sites. Notably, 187 an upsurge in the relative abundance of Rozella (13%) and Cladochytrium (10%) was noted in G15US ( Fig. 3C ). On 188 the basis of the taxonomic diversity at the genus level, we categorized fungi as bio-indicators of pollution due to 189 8 anthropogenic activities (Fig. 4 ). Furthermore, classifying the genus level data of the myco-communities revealed a 190 diverse ecology of fungi across the confluence (Table 1) . 
229

Discussion
230
An exceptional biodiversity pattern is marked by the confluence of the River Ganga with River Yamuna.
231
Till date, no studies have focused on the mycodiversity of these rivers across their convergence. Yamuna is one of 
308
The breached integument would probably serve as a gateway, releasing the body fluids from the affected patients 
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